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DISRUPTIONS 

<130> R-599 

<140> US 09/903,376 
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<150> US 60/218,358 
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<160> 4 

,1,0> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 1550 
<212> DNA 
<213> itiusculus 



. r. ^t^atcttat aaaatgtctg 60 
<400> 1 atcaccaaaa ggcgaatggc ttcatc^^a 12O 

actgtctgga act..^^^^^^^^^^ f;-,,,,, agaagacatg tgatc-^^^^ t -^^^^^^^ 
aacaaagcac aacttctgay ^ cagaggaaat g^agcaga J ^^g 240 

accgttctgg attagagaca 9^^^^^^/, tgatactcgc g^tgataata ^^cac^ J 300 
aggggcatac agtgcact^^^ gcajct ^^^^^^^^ , , tacgct 

gtgggaacat ccttgtgatt .tttgctggt t^g^^^^^^^^^^^^ 'ctgtgtcctg 420 

actacttttt aatgtccttg ^ y tatggcccct cccactggcc « 430 

ttgccctctt gacaatcat^^ tttga^^^^^^^ ^^^^^^^^^^ , tgtgc^^^^^ 

cctggttatt cctcgatgtt caattcaggc ^^^^^^^^^^ gccatcccag 600 

ccctggaccg ^tatatagcc f ggttaatttc aataggcatc 9 

ctactgcatt catcaagatt ac^J ^"^'f 'ttc ttcgtacctc 720 

tccctattaa a^^-^;^^^^^^^ tttatggtct ttgggtcact ^^f^l^^^^^^ aaagcttact 780 
caaaggaccg <=tttggcagt ^^^^^ ccattcacac ^ttacagaag ^^^^^^ 840 

tcaccatcat ggtagtcact ^ cacggtggac tgtgcccaca ^ 900 

tggtcaaaaa taagccacct caac^-^^^ ,,gtggcaat gctggatggg lll^^^^lf^l 
gggaagactc atccttttca ^cac g ^^^^^atgcg aagaatgtcc ^cag ^ ^^^0 
ataaaattct acctaactca agtgatg/ '^'llZlll ftagctct't 1080 

aaagatcagc ccaaaccatt tct 5^^^ ^ttttattac aaatctaact tt J ^^^^ 
ttttcctttt tctgcttatg y cactcctgga gatatttgtg 12OO 

gtgattcctg caatcagacc -f ll^^^^^^^ .tacactctt caataagaca ^^^If f^^^ ,^60 
acgtttcctc ggggf^f/^^^ Tgcaat^-^ gagccacaaa ^^l^^l^^;;^ iTtTJcl 1320 

sSS i5s ssssr. =s= 



t 



gagagggtga tgagcaggac gcacgcgcac catggcaggt tcaagagtga 

<210> 2 
<211> 504 
<212> PRT 

<213> Mus musculus 



<400> 2 

Met Ala Ser Ser 
1 

lie Leu Gin Lys 
20 

Leu Glu Thr Asp 
35 

Gin Gly His Thr 
50 

He Pro Thr He 
65 

Glu Lys Arg Leu 

He Ala Asp Leu 
100 

Thr He Met Phe 
115 

Ala Trp Leu Phe 
130 

Leu Cys Ala He 
145 

Gin Ala Asn Gin 



Tyr Lys Met 
5 

Thr Cys Asp 

Ser Val Ala 

Val His Trp 
55 

Gly Gly Asn 
70 

Gin Tyr Ala 
85 

Leu Val Gly 

Glu Ala He 

Leu Asp Val 
135 

Ser Leu Asp 

150 
Cys Asn Thr 
165 

lie Ser He 



Val Val Trp Leu 
180 

Gly He Glu Thr Asp Val He 
195 

Thr Lys Asp Arg 
210 

Phe Phe Val Pro 
225 

His Thr Leu Gin 



Arg Leu Thr Arg 
260 

Ser Phe Ser Ser 
275 

Asp 'Lys He Leu 
290 

Ser Ser Val Gly 
305 

Ala Ser Lys Ala 

Cys Pro Phe Phe 
340 

Asn Gin Thr Thr 
355 

Tyr Val Ser Ser 
370 

Thr Phe Arg Glu 



Phe Gly Ser 
215 

Leu Thr He 

230 
Lys Lys Ala 
245 

Trp Thr Val 



Pro Glu Lys 

Pro Asn Ser 
295 

Lys Arg Ser 

310 
Leu Gly Val 
325 

He Thr Asn 
Leu Lys Thr 



Ser Glu Gin Ser 
10 

His Leu He Leu 
25 

Glu Glu Met Lys 
40 

Ala Ala Leu Leu 

He Leu Val He 
75 

Thr Asn Tyr Phe 
90 

Leu Phe Val Met 
105 

Trp Pro Leu Pro 
120 

Leu Phe Ser Thr 

Arg Tyr He Ala 
155 

Arg Ala Thr Ala 
170 

Gly He Ala He 
185 

Asn Pro His Asn 
200 

Phe Met Val Phe 

Met Val Val Thr 
235 

Tyr Leu Val Lys 
250 

Pro Thr Val Phe 
265 

Val Ala Met Leu 
280 

Ser Asp Glu Thr 

Ala Gin Thr He 
315 

Val Phe Phe Leu 
330 

Leu Thr Leu Ala 
345 

Leu Leu Glu He 
360 

Pro Leu He Tyr 



Thr Thr 

Thr Asn 

Gin Thr 

45 
He Leu 
60 

Leu Ala 

Leu Met 

Pro He 

Leu Ala 
125 
Ala Ser 
140 

He Lys 

Phe He 

Pro Val 

Val Thr 
205 
Gly Ser 
220 

Tyr Phe 

Asn Lys 

Leu Arg 

Asp Gly 
285 
Leu Met 
300 

Ser Asn 



Ser Glu His 
15 

Arg Ser Gly 
30 

Val Glu Gly 

Ala Val He 

Val Ala Leu 
80 

Ser Leu Ala 
95 

Ala Leu Leu 
110 

Leu Cys Pro 

He Met His 

Lys Pro He 
160 

Lys He Thr 

175 
Pro He Lys 
190 

Cys Glu Leu 

Leu Ala Ala 

Leu Thr He 
240 

Pro Pro Gin 

255 
Glu Asp Ser 
270 

Ser His Arg 
Arg Arg Met 



Gly Val Asn 
375 

Ala Phe Gly Arg Tyr He Thr 



Phe Leu 

Leu Cys 

Phe Val 
365 
Thr Leu 
380 

Cys Asn 



Glu Gin Arg 
320 

Leu Met Trp 

335 
Asp Ser Cys 
350 

Trp He Gly 
Phe Asn Lys 
Tyr Arg Ala 



385 


390 






Thr Lys Ser Val 


Lys Ala 
405 


Leu 


Arg 


Gly Asn Ser Met 


Val Glu 


Asn 


Ser 


420 








Arg Asn Gly He 


Asn Pro 


Ala 


Met 


435 






440 


Cys Ser Thr He 


Gin Ser 


Ser 


Ser 


450 




455 




Thr Glu Asn Asp 


Gly Asp Lys 


Ala 


465 


470 






Gin Glu Arg Ala 


Gly Leu 
485 


He 


Leu 


Arg Ala Pro Trp 


Gin Val 


Gin 


Glu 



500 







395 


400 


Lys 


Phe 


Ser 


Cp-r Tlrr T.oii P-irc* nV.^ 

oci. iiix j_itru Lys yne 








415 


Lys 


Phe 


Phe 


ijix jjyb nis ijiy iie 


425 






zi n 


Tvr 


Gin 


Ser 


Pro Met Arg Leu Arg 








445 


He 


He 


Leu 


Leu Asp Thr Leu Leu 








460 


Glu 


Glu 


Gin 


Val Ser Tyr He Leu 






475 


480 


Arg 


Glu 


Gly Asp Glu Gin Asp Ala 




490 




495 



<210> 3 
<211> 200 
<212> DMA 

<213> Artificial Sequence 
<220> 

<223> Targeting vector 



<400> 3 

tgagtgtctg gtgggtttgc taaatgcttt 
ccatgctgac cactgtctgg aactggactg 
taaaatgtct gaacaaagca caacttctga 
gatcctgact aaccgttctg 

<210> 4 
<211> 200 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Targeting vector 



gctaaagcag atgacttgct tagctactga 60 
agtcaccaaa aggcgaatgg cttcatctta 120 
gcacatttta cagaagacat gtgatcacct 180 

200 



<400> 4 

ggcgatagca gatttgctgg ttggattgtt 
gtttggtgag tatttcccct tgttcctgcc 
actcactgac ctttattttg tttgaaataa 
gaacattcct tcatttttca 



tgtgatgccg attgccctct tgacaatcat 60 
actgaacact actaacgtag tgaaatggac 120 
aagaaggacc tggattaaaa acacagaagg 180 

200 



1 



